Fig. S2. (F) Representative blot showing co-IP results of RyR1 BT4L + CT and RyR3 BT4L + CT. (top panel) WB using c-Myc Ab detecting c-Myc tagged BT construct of interest; (lower panel) corresponding WB using HA Ab detecting HA-tagged cMyBP-C CT. (G) Cumulative densitometry analysis of results shown in (F). Data in (B) and (G) is

Fig. S3. Representative blots of cMyBP-C distribution in pig heart subcellular fractions. 50µg of homogenate, cytosol and SR fraction per each lane was loaded onto 10% SDS-PAGE gels and proben with either N-t or C-t cMyBP-C Ab. Band of ~140 kDa corresponding to full-length porcine cMyBP-C was detected in all fractions (red arrow).
Fig. S4. Visualisation of RyR2 and cMyBP-C partial co-localisation. (C) % of total dataset voxels co-localised, before and after normalisation to the region of interest (cell size), (D) Pearson's correlation of RyR2 and cMyBP-C inside the entire data set, (E) % of RyR2 or cMyBP-C voxels above the threshold co-localised, (F) % of RyR2 or cMyBP-C signal intensity material above the threshold co-localised. Data are shown as mean ±SEM, Samples: RyR2 + cMyBP-C n=184, negative control (representing the non-specific co-localisation results) n=40 fields of view, from four independent experiments
